SEQUENCE LISTING 



<110> Jonsonn, Julie Ruth 

Powell, Elizabeth Ellen 

<120> Polypeptides and polynucleotides linked to a disease or condition 

<130> Fibrosis 

<160> 6 

<170> Patentin version 3.1 

<210> 1 

<211> 1821 

<212> DNA 

<213> Human 

<220> 

<221> 5'UTR 

<222> (1)..(511) 
<223> 



<220> 

<221> CDS 

<222> (512) . . (1684) 

<223> 



<220> 

<221> sig_jpeptide 

<222> (512) . . (598) 
<223> 



<220> 

<221> 3'UTR 

<222> (1685) . , (1821) 

<223> 

<400> 1 

ggacttgggg accccagacc gcctcccttt gccgccgggg acgcttgctc cctccctgcc 60 

ccctacacgg cgtccctcag gcgcccccat tccggaccag ccctcgggag tcgccgaccc 120 

ggcctcccgc aaagactttt ccccagacct cgggcgcacc ccctgcacgc cgccttcatc 180 

cccggcctgt ctcctgagcc cccgcgcatc ctagaccctt tctcctccag gagacggatc 240 

tctctccgac ctgccacaga tcccctattc aagaccaccc accttctggt accagatcgc 300 

gcccatctag gttatttccg tgggatactg agacaccccc ggtccaagcc tcccctccac 360 

cactgcgccc ttctccctga ggagcctcag ctttccctcg aggccctcct accttttgcc 420 

gggagacccc cagcccctgc aggggcgggg cctccccacc acaccagccc tgttcgcgct 480 
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220 225 230 

ctg caa gtg gac ate aac ggg ttc act acc ggc cgc cga ggt gac ctg 1252 
Leu Gin Val Asp lie Asn Gly Phe Thr Thr Gly Arg Arg Gly Asp Leu 
235 240 245 

gcc acc att cat ggc atg aac egg cct ttc ctg ctt etc atg gcc acc 1300 
Ala Thr lie His Gly Met Asn Arg Pro Phe Leu Leu Leu Met Ala Thr 
250 255 260 

ccg ctg gag agg gcc cag cat ctg caa age tec egg eac cgc cga gcc 1348 
Pro Leu Glu Arg Ala Gin His Leu Gin Ser Ser Arg His Arg Arg Ala 
265 270 275 

ctg gac acc aac tat tgc ttc age tec aeg gag aag aac tge tge gtg 1396 
Leu Asp Thr Asn Tyr Cys Phe Ser Ser Thr Glu Lys Asn Cys Cys Val 
280 285 290 295 

egg cag ctg tac att gac ttc cgc aag gac etc ggc tgg aag tgg ate 1444 
Arg Gin Leu Tyr lie Asp Phe Arg Lys Asp Leu Gly Trp Lys Trp lie 
M 300 305 310 

P 

£•} cac gag cee aag ggc tac cat gee aac ttc tgc etc ggg ecc tge ecc 1492 

p His Glu Pro Lys Gly Tyr His Ala Asn Phe Cys Leu Gly Pro Cys Pro 

315 320 325 

tac att tgg age ctg gac aeg cag tac age aag gtc ctg gee ctg tac 1540 
fe= Tyr lie Trp Ser Leu Asp Thr Gin Tyr Ser Lys Val Leu Ala Leu Tyr 

S?i 330 335 340 



aac cag cat aac ccg ggc gcc teg geg gcg ccg tge tge gtg ccg cag 1588 
Asn Gin His Asn Pro Gly Ala Ser Ala Ala Pro Cys Cys Val Pro Gin 



Ill 

P 345 350 355 

. ■ ■ 

frg gcg ctg gag ccg ctg ecc ate gtg tac tac gtg ggc cgc aag ecc aag 1636 

Ala Leu Glu Pro Leu Pro lie Val Tyr Tyr Val Gly Arg Lys Pro Lys 
360 365 370 375 

gtg gag cag ctg tee aac atg ate gtg cgc tee tgc aag tge age tga 1684 
Val Glu Gin Leu Ser Asn Met lie Val Arg Ser Cys Lys Cys Ser 
380 385 390 

ggtccegcee cgececgece egceeeggea ggeceggcec caeecegcee cgeceecgct 1744 

gecttgecca tgggggetgt atttaaggae accgtgcccc caagcccace tggggcecca 1804 

ttaaagatgg agagagg 182i 



<210> 2 

<211> 390 

<212> PRT 

<213> Human 

<400> 2 

Met Pro Pro Ser Gly Leu Arg Leu Leu Pro Leu Leu Leu Pro Leu Leu 
15 10 15 
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Trp Leu Leu Val Leu Thr Pro Gly Arg Pro Ala Ala Gly Leu Ser Thr 
20 25 30 



Cys Lys Thr lie Asp Met Glu Leu Val Lys Arg Lys Arg lie Glu Ala 
35 40 45 



lie Arg Gly Gin lie Leu Ser Lys Leu Arg Leu Ala Ser Pro Pro Ser 
50 55 60 



Gin Gly Glu Val Pro Pro Gly Pro Leu Pro Glu Ala Val Leu Ala Leu 
^5 70 75 80 



Tyr Asn Ser Thr Arg Asp Arg Val Ala Gly Glu Ser Ala Glu Pro Glu 
85 90 95 



Pro Glu Pro Glu Ala Asp Tyr Tyr Ala Lys Glu Val Thr Arg Val Leu 
100 105 110 



Met Val Glu Thr His Asn Glu He Tyr Asp Lys Phe Lys Gin Ser Thr 
115 120 125 



His Ser He Tyr Met Phe Phe Asn Thr Ser Glu Leu Arg Glu Ala Val 
130 135 140 



Pro Glu Pro Val Leu Leu Ser Arg Ala Glu Leu Arg Leu Leu Arg Leu 
145 150 155 160 



Lys Leu Lys Val Glu Gin His Val Glu Leu Tyr Gin Lys Tyr Ser Asn 
165 170 175 



Asn Ser Trp Arg Tyr Leu Ser Asn Arg Leu Leu Ala Pro Ser Asp Ser 
180 185 190 



Pro Glu Trp Leu Ser Phe Asp Val Thr Gly Val Val Arg Gin Trp Leu 
195 200 205 



Ser Arg Gly Gly Glu He Glu Gly Phe Arg Leu Ser Ala His Cys Ser 
210 215 220 



Cys Asp Ser Arg Asp Asn Thr Leu Gin Val Asp He Asn Gly Phe Thr 
225 230 235 240 



Thr Gly Arg Arg Gly Asp Leu Ala Thr He His Gly Met Asn Arg Pro 
245 250 255 



Phe Leu Leu Leu Met Ala Thr Pro Leu Glu Arg Ala Gin His Leu Gin 
260 265 270 



P Ser Lys Val Leu Ala Leu Tyr Asn Gin His Asn Pro Gly Ala Ser Ala 



340 345 350 

m .■ 

Ala Pro Cys Cys Val Pro Gin Ala Leu Glu Pro Leu Pro lie Val Tyr 
^5 355 360 365 

to : 

Tyr Val Gly Arg Lys Pro Lys Val Glu Gin Leu Ser Asn Met lie Val 

W 370 375 380 

u ^ 

Arg Ser Cys Lys Cys Ser 

<210> 3 

<211> 1278 

<212> DNA 

<213> Human 

<220> 

<221> TATA_signal 

<222> (1192) . . (1197) 
<223> 



Ser Ser Arg His Arg Arg Ala Leu Asp Thr Asn Tyr Cys Phe Ser Ser 
275 280 285 



Thr Glu Lys Asn Cys Cys Val Arg Gin Leu Tyr lie Asp Phe Arg Lys 
290 295 300 



Asp Leu Gly Trp Lys Trp lie His Glu Pro Lys Gly Tyr His Ala Asn 
305 310 315 320 



Phe Cys Leu Gly Pro Cys Pro Tyr lie Trp Ser Leu Asp Thr Gin Tyr 
325 330 335 



<220> 

<221> 5'UTR 

<222> (1223) . . (1258) 

<223> exon 1 



<220> 

<221> variation 

<222> (1218) . . (1218) 

<223> Adenine at position -6 relative to the transcrption start site 
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<400> 3 

ccagacaagt gatttttgag gagtccctat ctataggaac aaagtaatta aaaaaatgta 60 

tttcagaatt tacaggccca tgtgagatat gattttttta aatgaagatt tagagtaatg 120 

ggtaaaaaag aggtatttgt gtgtttgttg attgttcagt cagtgaatgt acagcttctg 180 

cctcatatcc aggcaccatc tcttcctgct ctttgttgtt aaatgttcca ttcctgggta 240 

atttcatgtc tgccatcgtg gatatgccgt ggctccttga acctgcttgt gttgaagcag 300 

gatcttcctt cctgtccctt cagtgcccta ataccatgta tttaaggctg gacacatcac 360 

cactcccaac ctgcctcacc cactgcgtca cttgtgatca ctggcttctg gcgactctca 420 

ccaaggtctc tgtcatgccc tgttataacg actacaaaag caagtcttac ctataggaaa 480 

ataagaatta taaccctttt actggtcatg tgaaacttac catttgcaat ttgtacagca 540 

taaacacaga acagcacatc tttcaatgcc tgcatcctga aggcattttg tttgtgtctt 600 

tcaatctggc tgtgctattg ttggtgttta acagtctccc cagctacact ggaaacttcc 660 



%| agaaggcact tttcacttgc ttgtgtgttt tccccagtgt ctattagagg cctttgcaca 720 

P gggtaggctc tttggagcag ctgaaggtca cacatcccat gagcgggcag cagggtcaga 780 

J" agtggccccc gtgttgccta agcaagactc tcccctgccc tctgccctct gcacctccgg 84 0 

fcj cctgcatgtc cctgtggcct cttgggggta catctcccgg ggctgggtca gaaggcctgg 900 

fcl gtggttggcc tcaggctgtc acacacctag ggagatgctc ccgtttctgg gaaccttggc 960 

|l cccgactcct gcaaacttcg gtaaatgtgt aactcgaccc tgcaccggct cactctgttc 1020 

agcagtgaaa ctctgcatcg atcactaaga cttcctggaa gaggtcccag cgtgagtgtc 1080 

gcttctggca tctgtccttc tggccagcct gtggtctggc caagtgatgt aaccctcctc 1140 

tccagcctgt gcacaggcag cctgggaaca gctccatccc cacccctcag ctataaatag 1200 

ggcctcgtga cccggccagg ggaagaagct gccgttgttc tgggtactac agcagaaggt 1260 

aagccggggg ccccctca 1278 

<210> 4 

<211> 1821 

<212> DNA 

<213> Human 

<220> 

<221> 5'UTR 
<222> {1)..(511) 
<223> 
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<220> 

<221> CDS 

<222> (512) . . (1684) 

<223> 



<220> 

<221> sig_peptide 

<222> (512) . . (598) 
<223> 



<220> 

<221> 3'UTR 

<222> (1685) . . (1821) 

<223> 



.<400> 4 

ggacttgggg accccagacc gcctcccttt gccgccgggg acgcttgctc cctccctgcc 60 

ccctacacgg cgtccctcag gcgcccccat tccggaccag ccctcgggag tcgccgaccc 120 

^1 

5g ggcctcccgc aaagactttt ccccagacct cgggcgcacc ccctgcacgc cgccttcatc 180 

M cccggcctgt ctcctgagcc cccgcgcatc ctagaccctt tctcctccag gagacggatc 240 

§1 tctctccgac ctgccacaga tcccctattc aagaccaccc accttctggt accagatcgc 300 



gcccatctag gttatttccg tgggatactg agacaccccc ggtccaagcc tcccctccac 360 
cactgcgccc ttctccctga ggagcctcag ctttccctcg aggccctcct accttttgcc 420 
Sggagacccc cagcccctgc aggggcgggg cctccccacc acaccagccc tgttcgcgct 480 



y ctcggcagtg ccggggggcg ccgcctcccc c atg ccg ccc tec ggg ctg egg 532 

PJ Met Pro Pro Ser Gly Leu Arg 

1 5 

ctg ctg ccg ctg ctg eta ccg ctg ctg tgg eta ctg gtg ctg acg cct 580 
Leu Leu Pro Leu Leu Leu Pro Leu Leu Trp Leu Leu Val Leu Thr Pro 
10 15 20 

ggc ccg ccg gee gcg gga eta tec ace tgc aag act ate gae atg gag 628 
Gly Pro Pro Ala Ala Gly Leu Ser Thr Cys Lys Thr He Asp Met Glu 
25 30 35 

ctg gtg aag egg aag cge ate gag gee ate egc ggc cag ate ctg tec 676 
Leu Val Lys Arg Lys Arg He Glu Ala He Arg Gly Gin He Leu Ser 
40 45 50 55 

aag ctg egg etc gee age ccc ccg age cag ggg gag gtg ccg ccc ggc 724 
Lys Leu Arg Leu Ala Ser Pro Pro Ser Gin Gly Glu Val Pro Pro Gly 
60 65 70 

ccg ctg ccc gag gcc gtg etc gcc ctg tac aac age acc egc gac egg 772 
Pro Leu Pro Glu Ala Val Leu Ala Leu Tyr Asn Ser Thr Arg Asp Arg 
75 80 85 
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gtg gcc ggg 
Val Ala Gly 
90 

tac gcc aag 
Tyr Ala Lys 
105 

ate tat gac 
lie Tyr Asp 
120 

aac aca tea 
Asn Thr Ser 



egg gca gag 
Arg Ala Glu 



gtg gag ctg 
Val Glu Leu 
O 170 

ll aac egg ctg 

^1 Asn Arg Leu 

m 185 

m- 

gtc acc gga 
; Val Thr Gly 

^ 200 

y ggc ttt cgc 

Gly Phe Arg 

ctg caa gtg 
^•^ Leu Gin Val 



gcc acc att 
Ala Thr lie 
250 

ccg ctg gag 
Pro Leu Glu 
265 

ctg gac acc 
Leu Asp Thr 
280 

egg cag ctg 
Arg Gin Leu 



cac gag ccc 
His Glu Pro 



gag agt gca gaa ccg 
Glu Ser Ala Glu Pro 
95 

gag gtc acc cgc gtg 
Glu Val Thr Arg Val 
110 

aag ttc aag cag agt 
Lys Phe Lys Gin Ser 
125 

gag etc cga gaa gcg 
Glu Leu Arg Glu Ala 
140 

ctg cgt ctg ctg agg 
Leu Arg Leu Leu Arg 
155 

tac cag aaa tac age 
Tyr Gin Lys Tyr Ser 
175 

ctg gca ccc age gac 
Leu Ala Pro Ser Asp 
190 

gtt gtg egg cag tgg 
Val Val Arg Gin Trp 
205 

ctt age gee cac tgc 
Leu Ser Ala His Cys 

220 

gac ate aac ggg ttc 
Asp lie Asn Gly Phe 
235 

cat ggc atg aac egg 
His Gly Met Asn Arg 
255 

agg gcc cag cat ctg 
Arg Ala Gin His Leu 
270 

aac tat tgc ttc age 
Asn Tyr Cys Phe Ser 
285 

tac att gac ttc cgc 
Tyr lie Asp Phe Arg 
300 

aag ggc tac cat gee 
Lys Gly Tyr His Ala 
315 



gag ccc gag cct gag 
Glu Pro Glu Pro Glu 
100 

eta atg gtg gaa acc 
Leu Met Val Glu Thr 
115 

aca cac age ata tat 
Thr His Ser lie Tyr 
130 

gta cct gaa ccc gtg 
Val Pro Glu Pro Val 
145 

etc aag tta aaa gtg 
Leu Lys Leu Lys Val 
160 

aac aat tec tgg cga 
Asn Asn Ser Trp Arg 
180 

teg eca gag tgg tta 
Ser Pro Glu Trp Leu 
195 

ttg age cgt gga ggg 
Leu Ser Arg Gly Gly 
210 

tee tgt gac age agg 
Ser Cys Asp Ser Arg 

225 

act ace ggc cgc cga 
Thr Thr Gly Arg Arg 
240 

cct ttc ctg ctt etc 
Pro Phe Leu Leu Leu 

260 

caa age tec egg cac 
Gin Ser Ser Arg His 
275 

tee aeg gag aag aac 
Ser Thr Glu Lys Asn 

290 

aag gac etc ggc tgg 
Lys Asp Leu Gly Trp 
305 

aac ttc tgc etc ggg 
Asn Phe Cys Leu Gly 
320 



gcc gac tac 820 
Ala Asp Tyr 



cac aac gaa 868 
His Asn Glu 



atg ttc ttc 916 
Met Phe Phe 
135 

ttg etc tec 964 
Leu Leu Ser 
150 

gag cag cac 1012 

Glu Gin His 

165 

tac etc age 1060 
Tyr Leu Ser 



tct ttt gat 1108 
Ser Phe Asp 



gaa att gag 1156 
Glu lie Glu 
215 

gat aac aca 1204 
Asp Asn Thr 
230 

ggt gac ctg 1252 

Gly Asp Leu 

245 

atg gcc acc 1300 
Met Ala Thr 



cgc cga gcc 1348 
Arg Arg Ala 



tgc tgc gtg 1396 
Cys Cys Val 
295 

aag tgg ate 1444 
Lys Trp lie 
310 

ccc tgc ccc 1492 

Pro Cys Pro 

325 
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tac att tgg age ctg gac acg cag tac age aag gtc ctg gcc ctg tac 1540 
Tyr lie Trp Ser Leu Asp Thr Gin Tyr Ser Lys Val Leu Ala Leu Tyr 
330 335 340 

aac cag cat aac ccg ggc gcc teg gcg gcg ccg tgc tgc gtg ccg cag 1588 
Asn Gin His Asn Pro Gly Ala Ser Ala Ala Pro Cys Cys Val Pro Gin 
345 350 355 

gcg ctg gag ccg ctg ccc ate gtg tac tac gtg ggc cgc aag cec aag 1636 
Ala Leu Glu Pro Leu Pro lie Val Tyr Tyr Val Gly Arg Lys Pro Lys 
360 365 370 375 

gtg gag cag ctg tec aac atg ate gtg cgc tee tgc aag tgc age tga 1684 
Val Glu Gin Leu Ser Asn Met lie Val Arg Ser Cys Lys Cys Ser 
380 385 390 

ggtceegccc egeeecgccc cgecceggea ggcecggcec cacccegcce cgcecccget 1744 

gccttgecca tgggggctgt atttaaggae accgtgecec caagcccace tggggcccea 1804 

ttaaagatgg agagagg 1821 



0}% 

If! <210> 5 

<211> 390 



<212> PRT 
<213> Human 

<400> 5 



m .. 

CI 

r; Met Pro Pro Ser Gly Leu Arg Leu Leu Pro Leu Leu Leu Pro Leu Leu 

gl Trp Leu Leu Val Leu Thr Pro Gly Pro Pro Ala Ala Gly Leu Ser Thr 

20 25 30 

Gys Lys Thr He Asp Met Glu Leu Val Lys Arg Lys Arg He Glu Ala 
35 40 45 



He Arg Gly Gin He Leu Ser Lys Leu Arg Leu Ala Ser Pro Pro Ser 
50 55 60 



Gin Gly Glu Val Pro Pro Gly Pro Leu Pro Glu Ala Val Leu Ala Leu 
65 70 75 80 



Tyr Asn Ser Thr Arg Asp Arg Val Ala Gly Glu Ser Ala Glu Pro Glu 
85 90 95 



Pro Glu Pro Glu Ala Asp Tyr Tyr Ala Lys Glu Val Thr Arg Val Leu 
100 105 110 
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Met Val Glu Thr His Asn Glu lie Tyr Asp Lys Phe Lys Gin Ser Thr 
115 120 125 



His Ser lie Tyr Met Phe Phe Asn Thr Ser Glu Leu Arg Glu Ala Val 
130 135 140 



Pro Glu Pro Val Leu Leu Ser Arg Ala Glu Leu Arg Leu Leu Arg Leu 
145 150 155 160 



Lys Leu Lys Val Glu Gin His Val Glu Leu Tyr Gin Lys Tyr Ser Asn 
165 170 175 



Asn Ser Trp Arg Tyr Leu Ser Asn Arg Leu Leu Ala Pro Ser Asp Ser 
180 185 190 



Pro Glu Trp Leu Ser Phe Asp Val Thr Gly Val Val Arg Gin Trp Leu 
195 - 200 205 



Ser Arg Gly Gly Glu lie Glu Gly Phe Arg Leu Ser Ala His Cys Ser 
210 215 220 



Cys Asp Ser Arg Asp Asn Thr Leu Gin Val Asp He Asn Gly Phe Thr 
225 230 235 240 



Thr Gly Arg Arg Gly Asp Leu Ala Thr He His Gly Met Asn Arg Pro 
245 250 255 



Phe Leu Leu Leu Met Ala Thr Pro Leu Glu Arg Ala Gin His Leu Gin 
260 265 270 



Ser Ser Arg His Arg Arg Ala Leu Asp Thr Asn Tyr Cys Phe Ser Ser 
275 280 285 



Thr Glu Lys Asn Cys Cys Val Arg Gin Leu Tyr He Asp Phe Arg Lys 
290 295 300 



Asp Leu Gly Trp Lys Trp He His Glu Pro Lys Gly Tyr His Ala Asn 
305 310 315 320 



Phe Cys Leu Gly Pro Cys Pro Tyr He Trp Ser Leu Asp Thr Gin Tyr 
325 330 335 



Ser Lys Val Leu Ala Leu Tyr Asn Gin His Asn Pro Gly Ala Ser Ala 
340 345 350 
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Ala Pro Cys Cys Val Pro Gin Ala Leu Glu Pro Leu Pro lie Val Tyr 
355 360 365 



Tyr Val Gly Arg Lys Pro Lys Val Glu Gin Leu Ser Asn Met lie Val 
370 375 380 



Arg Ser Cys Lys Cys Ser 
385 390 



<210> 6 

<211> 1278 

<212> DNA 

<213> Human 

<220> 

<221> TATA_signal 

<222> (1192) . . (1197) 
<223> 



<220> 

<221> 5'UTR 

<222> (1223) . . (1258) 

<223> exon 1 



<220> 

<221> variation 

<222> (1218) . . (1218) 

<223> Guanidine at position -6 relative to transcription start site 



<400> 6 
ccagacaagt 


gatttttgag 


gagtccctat ctataggaac 


aaagtaatta 


aaaaaatgta 


60 


tttcagaatt 


tacaggccca 


tgtgagatat gattttttta 


aatgaagatt 


tagagtaatg 


12 0 


ggtaaaaaag 


aggtatttgt 


gtgtttgttg attgttcagt 


cagtgaatgt 


acagcttctg 


180 


cctcatatcc 


aggcaccatc 


tcttcctgct ctttgttgtt 


aaatgttcca 


ttcctgggta 


240 


atttcatgtc 


tgccatcgtg 


gatatgccgt ggctccttga 


acctgcttgt 


gttgaagcag 


300 


gatcttcctt 


cctgtccctt 


c^gtgcccta ataccatgta 


tttaaggctg 


gacacatcac 


360 


cactcccaac 


ctgcctcacc 


cactgcgtca cttgtgatca ctggcttctg gcgactctca 


420 


ccaaggtctc 


tgtcatgccc 


tgttataacg actacaaaag 


caagtcttac 


ctataggaaa 


480 


ataagaatta 


taaccctttt 


actggtcatg tgaaacttac 


catttgcaat 


ttgtacagca 


540 


taaacacaga 


acagcacatc 


tttcaatgcc tgcatcctga aggcattttg tttgtgtctt 


600 


tcaatctggc 


tgtgctattg 


ttggtgttta acagtctccc 


cagctacact 


ggaaacttcc 


660 



agaaggcact tttcacttgc ttgtgtgttt 
gggtaggctc tttggagcag ctgaaggt'ca 
agtggccccc gtgttgccta agcaagactc 
cctgcatgtc cctgtggcct cttgggggta 
gtggttggcc tcaggctgtc acacacctag 
cccgactcct gcaaacttcg gtaaatgtgt 
agcagtgaaa ctctgcatcg atcactaaga 
gcttctggca tctgtccttc tggccagcct 
tccagcctgt gcacaggcag cctgggaaca 
ggcctcgtga cccggccggg ggaagaagct 
aagccggggg ccccctca 



tccccagtgt ctattagagg cctttgcaca 
cacatcccat gagcgggcag cagggtcaga 
tcccctgccc tctgccctct gcacctccgg 
catctcccgg ggctgggtca gaaggcctgg 
ggagatgctc ccgtttctgg gaaccttggc 
aactcgaccc tgcaccggct cactctgttc 
cttcctggaa gaggtcccag cgtgagtgtc 
gtggtctggc caagtgatgt aaccctcctc 
gctccatccc cacccctcag ctataaatag 
gccgttgttc tgggtactac agcagaaggt 
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